Supplementary Figure 1 Heat map combined with hierarchical clustering (Euclidean distance and
Ward linkage) of 89 metabolites showing significant changes between genotypes. Metabolites were measured across a 24 h period (15:00 -15:00 h) in both the control and HD sheep. Colour values are based on the relaBve value compared to the average value of each metabolite in the complete data set. Higher levels of metabolites are shown in red, lower levels are shown in blue. Figure 2 Summary plot for quanEtaEve enrichment analysis performed using MetaboAnalyst 3.0. An overview of the metabolite sets enriched is presented. The rank order of the metabolites shown in Table S1 is also depicted in Figure 1c from left to right. The metabolites are colour coded according to metabolite class as follows: amino acids and biogenic amines (blue); acylcarnitines (green); lysophosphatidylcholine acyl (lyso PC a) (dark orange); phosphatidylcholine diacyl (PC aa) (yellow); phosphatidylcholine acyl-akyl (PC ae) (light orange); sphingolipids (SM) (brown). 
Supplementary

Supplement
